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Escherichia coli, targets of selection and specificity of 
adaptation, 515 
Gpdh evolution in Drosophila, 375 
mating-type chromosome in Neurospora tetrasperma, 
789 
neutral model of evolution, statistical tests, 557 
nucleotide substitution patterns in mtDNA, 537 
sequence evolution of SINEs, master copy model, 
1033 
Exons, exon homology requirements for DSB-mediated 
recombination in phage )-fd intron model sys- 
tem, 1057 
Eye development 
Drosophila spp., genes functioning downstream of 
Rasl, 315 
Om(1E) mutation in Drosophila ananassae, 1257 


Fascins, Drosophila, genetic analysis, 249 
Fecundity, age-specific patterns of genetic variance 
components in D. melanogaster, 849 
Fitness 
age-specific patterns of genetic variance for life his- 
tory traits in D. melanogaster 
fecundity, 849 
mortality, 839 
bacteria, 637 
Drosophila melanogaster, mutational heritability of fit- 
ness-related traits, 829 
Forward-backward mutation model, microsatellite varia- 
tion, 549 
Fructose-1,6-biphosphatase, degradation, in Saccharo- 
myces cerevisiae, genes involved in, 1555 
Fusibility, Hydractinia symbiolongicarpus, transmission ge- 
netics of allorecognition, 823 


§-Galactosidase, temporal pattern of expression during 
adult life (Drosophila), 1643 
Gene(s) 
Adh, in osp locus in D. melanogaster, 897 
ADH2, expression in Saccharomyces cerevisiae, MEU1 
and, 1137 
age-1, dauer formation in Caenorhabditis elegans, 1193 
ApoE, age and gene effects, 463 
arg-13, isolation and analysis, 1163 


ashI, role in expression of homeotic genes, 913 
daf-28, dauer formation in Caenorhabditis elegans, 1193 
DLH1, Candida homologue of meiosis-specific DMC], 
769 
dnaC, suppressors of priA2::kan in E. coli, 5 
het-C heterokaryon incompatibility gene, molecular 
characterization, 1589 
hsp68, hardened heat resistance in Drosophila melano- 
gaster, 1615 
hsr-omega, hardened heat resistance in Drosophila mela- 
nogaster, 1615 
intraallelic gene genealogies, 579 
lexA, suppressors of priA2::kan in E. coli, 5 
lin-31, sites of action during Caenorhabditis elegans vul- 
val development, 1181 
pannier, genetic and phenotypic analysis in Drosophila, 
1271 
PHO85, glycogen metabolism in yeast, 57 
piebald deletion complex, 447 
PRP17, functional domains in protein product, 45 
RECI1, in mitotic checkpoint control, 165 
Scl, diazinon resistance, 1321 
sel-1, regulation of lin-12 and gip-1 in C. elegans, 237 
SOL, tRNA expression/function in yeast, 699 
spe-27, genetic and molecular analysis, 213 
stoned, 1699 
temporal pattern of gene expression during adult life 
(Drosophila), 1643 
T-urf13, cytoplasmic male sterility in maize, 1383 
unc-73, suppressors, 225 
vma-I, analysis via repeat-induced point mutation 
(RIP) & Rescue, 147 
wunen, germ cell migration in Drosophila melanogaster, 
1231 
yl, phytoene synthase gene, 479 
Gene clusters, in bacteria, formation of, 1843 
Gene conversion 
during meiosis, Neurospora crassa am locus, 129 
P-element-mediated, Drosophila su(f) locus, 345 
in Saccharomyces cerevisiae, mutations in MMR and 
DNA damage repair genes and, 755 
Genetic divergence, bacteria, 637 
Genetic interactions 
detection of, synthetic dosage lethality screen, 95 
Rap1p/Sir3p interactions in telomere and HML si- 
lencing in yeast, 81 
REG1-GLC7 interactions in yeast, 119 
Genetic slippage, sexual reproduction and, 203 
Genetic variance for life history traits 
age-related patterns in Drosophila melanogaster 
fecundity, 849 
mortality, 839 
mutation-selection balance hypothesis, 1467 
Genetic variation 
apparent stabilizing selection and maintenance of 
neutral genetic variation (letter), 617 
comparing mutational variabilities, 1467 


quantitative, in Medicago truncatula, 1795 
Genome, rearrangements, in Paramecium tetraurelia mtF” 
mutation, 191 
Genomic continuum model, probability distribution of 
genome survival in next generation, 1043 
Germ cell migration, in Drosophila melanogaster, wunen 
locus in, 1231 
Germline transformation, in Drosophila virilis, mariner 
mediated, 365 
Gibberella fujikuroi, mating population A, genetic map, 
175 
Glucose-6-phosphate dehydrogenase (G6PD), electro- 
phoretic variants in D. melanogaster, amino acid 
polymorphisms and, 401 
B-Glucosidase, utilization in E. coli, bglJ4induced bgl op- 
eron expression, 627 
Glycogen metabolism, in Saccharomyces cerevisiae 
Pho85 and, 57 
REGI-GLC7 interactions in, 119 
Growth and development 
recombination-dependent growth in E. coli recBC 
sbcBC strains, 1101 
transgenic mice, effect of elevated growth hormone 
levels on phenotypic variation in growth rates, 
1753 
Growth hormone, elevated levels, effect on phenotypic 
variation in growth rates of transgenic mice, 
1753 


Haldane’s rule 
dominance and (letter), 613 
maternal effects and exceptions for (/etter), 603 
Muller’s X-autosome interaction hypothesis revisited 
(letter), 603 
Heat resistance, in Drosophila melanogaster, 1615 
Heterozygosity, structural, mitotic chromosome pairing 
and, 385 
Histones, gene transcription in yeast, spt mutations and, 
1543 
hobo transposable element, hobo excision and related 
elements in tephritid species, 1339 
HO endonuclease, double-strand break, meiotic recom- 
bination in rad506 yeast, 741 
Hollaender, Alexander, myth and mensch (Perspectives) , 
1051 
Homeotic genes, expression, ASH1 protein and, 913 
Hybrids/ hybridization 
genetics of hybrid male sterility between two sibling 
species of Drosophila, 1287 
Haldane’s rule. See Haldane’s rule 
hybrid sterility/inviability, X vs. autosomal effects and 
male vs. female effects in Drosophila simulans, 
1243 
species-specific segregation of gender-associated 
mtDNA types in hybridizing Mytilus spp., 1359 
Hydractinia symbiolongicarpus, fusibility, transmission ge- 
netics of allorecognition, 823 
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Hydrocarbons, cuticular. See Pheromone(s) 


Immunity, in Drosophila melanogaster, genes related to, 
929 
Inositol auxotrophy, BSD2-1 mutation, 685 
Insecticide resistance, Culex pipiens, 407 
Intercompatibility, mating between Ustilago spp., 1601 
Introns 
group I intron homing, in phage )-/d intron model 
system, exon effects on, 1057 
mobile mitochondrial intronic open reading frames 
in Podospora, 777 
Inversion monophyly, Anopheles gambiae X“ inversion, 
1313 


Letter to the editor 
apparent stabilizing selection and maintenance of 
neutral genetic variation, 617 
dominance and Haldane’s rule, 613 
maternal effect as a cause of exceptions for Haldane’s 
rule, 609 
resurrecting Muller’s theory of Haldane’s rule, 603 
Linkage analysis 
multiple marker, QTL mapping, 1831 
randomly amplified DNA polymorphisms in Tetrahy- 
mena thermophila, 811 
Longevity, life-extension (Age) mutants and UV stress 
resistance in Caenorhabditis elegans, 1207 
Lucilia cuprina, Notch homologue in, 1321 


Maize 
anthocyanin biosynthesis, regulatory vs. target genes 
in, 1395 
chromosome 9S, physical and genetic map, 1785 
meiotic recombination, RFLP-based characterization, 
1771 
mosaic analysis of Liguleless? mutant, 489 
phytoene synthase gene, 479 
Rfl-mediated restoration of pollen fertility in T-cyto- 
plasm maize, 1383 
Malaria, Anopheles gambiae vector, 941, 953. See also 
Anopheles gambiae 
Mapping 
complementation analysis of piebald deletion com- 
plex mice, 447 
cytogenetic ladder map, 1001 
gene-rich regions of wheat group 5 chromosomes, 
1001 
genetic map of Anopheles gambiae, 941 
RAPD in, 953 
genetic map of chromosome 9S in maize, 1785 
genetic map of Gibberella fujikuroi mating population 
A, 175 
genetic map of Tetrahymena thermophila, RAPD in, 811 
genetic map of Triticum monococcum, 983 
linkage mapping in Bracon hebetor and Aedes aegypti 
via RAPD-SSCP analysis, 1727 


meiosis-specific DSB at recombination hotspot in Sac- 
charomyces cerevisiae, 1115 
orientation of chromosome map, secondary trisomics 
and telotrisomics of rice in, 517 
physical map of Anopheles gambiae, 1307 
physical map of chromosome 9S in maize, 1785 
QTL 
complex binary disease traits, 1417 
confidence intervals, bootstrapping and, 1013 
design III, 1437 
multiple marker linkage analysis, 1831 
progeny from bi-parental cross of inbred lines, gen- 
eralization of mixture model, 571 
Ty /-mediated chromosomal fragmentation, 673 
mariner transposable element 
germline stability, exogenous DNA and, 1299 
germline transformation of Drosophila virilis, 365 
Mating 
mating-type determination, Paramecium tetraurelia 
mtF* mutation, 191 
pheromone cell signaling components of Ustilago a 
mating-type loci, 1601 
pheromone response pathway, Saccharomyces cerevi- 
siae, effector interaction with G protein By com- 
plex, 103 
pseudohomothallism and evolution of mating-type 
chromosome in Neurospora tetrasperma, 789 
Sewall Wright’s “‘systems of mating’’ (Perspectives), 
1499 
speciation by reinforcement in Drosophila, 1485 
Maximum likelihood analysis, inheritance of binary 
traits, 1819 
Medicago truncatula, comparative population structure, 
1795 
Meiosis 
DLH1 gene, Candida homologue of meiosis-specific 
DMCI, 769 
recombination in. See Recombination, meiotic 
Meiotic drive, evolution of Segregation distorter system in 
Drosophila melanogaster, 1675 
Melampsora larici-populina. See Rust resistance 
Melanotic tumors, in Drosophila melanogaster, genes re- 
lated to, 929 
Mendelian inheritance, deviation from, mouse inter- 
specific crosses, 1739 
Microsatellites 
divergence at microsatellite loci, 1021 
instability, transcription-associated, 713 
variation, forward-backward mutation model, 549 
Mismatch repair (MMR) 
effect on repeat-associated deletions in Saccharomyces 
cerevisiae, 1579 
gene mutations, recombination in yeast and, 755 
Mitochondria 
mobile mitochondrial intronic open reading frames 
in Podospora, 777 
nuclear-mitochondrial interaction, 505 
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Mitochondrial DNA 
faster evolution of M lineage of Mytilus, 1349 
nucleotide substitution patterns in mtDNA, 537 
sequence variation (Mus musculus), 427 
species-specific segregation of gender-associated mtDNA 
types in hybridizing Mytilus spp., 1359 
Models/modeling 
extensive chromosome replication model for DSB re- 
pair, 1507 
forward-backward mutation model for microsatellite 
variation, 549 
genomic continuum model, probability distribution 
of genome survival in next generation, 1043 
mapping QTL for progeny from bi-parental cross of 
inbred lines, generalization of mixture model, 
571 
nucleotide substitution patterns in mtDNA, 537 
sequence evolution of SINEs, master copy model, 
1033 
stepwise mutation model, finite allele version, 1021 
Molecular analysis, piebald deletion complex mice, 447 
Molecular genetics, rust resistance in Populus spp., 531 
Monophyly, Anopheles gambiae X“ inversion, 1313 
Mortality, age-specific patterns of genetic variance com- 
ponents in D. melanogaster, 839 
Mosaic analysis 
Liguleless3 mutant in maize, 489 
lin-31 in Caenorhabditis elegans, 1181 
Muller’s X-autosome interaction hypothesis (letter) , 603 
Mus musculus, mtDNA sequence variation, 427 
Mutagenesis, single P-element insertion in Drosophila 
melanogaster 
effects on bristle number and viability, 277 
effects on olfactory behavior, 293 
Mutant(s) 
Arabidopsis thaliana, defense responses, pathogenesis- 
related (PR) and phytoalexin biosynthetic genes 
in mutants, 973 
bacteriophage T4 mutants hypersensitive to mAMSA, 
1081 
behavior of Drosophila nonA mutants, 259 
circadian clock-affecting mutant in Neurospora crassa, 
1175 
cold-sensitive RNA splicing mutants, Saccharomyces cer- 
evisiae, 67 
life-extension (Age) mutants and UV stress resistance 
in Caenorhabditis elegans, 1207 
Liguleless3, mosaic analysis, 489 
mismatch repair mutants in yeast, transcription-cou- 
pled DNA repair, 1127 
reversion under selection, 645 
Su(z)5, suppression of PEV in D. melanogaster, 887 
Mutation 
Abdominal, in Tribolium castaneum, Woot in, 417 
Aspergillus nidulans medusa, conidiophore morpho- 
genesis, briA and stuA expression and, 155 
bglJ4, bgl operon expression in E. coli, 627 


BSD2-1, inositol auxotrophy, 685 

cold-sensitive myosin mutations in Dictyostelium, 801 

comparing mutational variabilities, 1467 

Cterminal domain (CTD) mutations, Saccharomyces 
cerevisiae, 661 

dnaC, suppression of priA2::kan in E. coli, 5 

doublesex, courtship anomalies and, 331 

general adaptive mutability, 645 

genes functioning downstream of Ras] during Dro- 
sophila eye development, 315 

MMR and DNA repair genes, recombination in Sac- 
charomyces cerevisiae and, 755 

mutational heritability of fitness-related traits in Dro- 
sophila melanogaster, 829 

Om(1E) mutation in Drosophila ananassae, 1257 

pap1—1, suppression by RNA polymerase IIi defects, 
1149 


Paramecium tetraurelia miF*, mating-type determina- 
tion and genomic rearrangements in, 191 
PRP%8, fidelity of 3’ splice site usage, 723 
Rop-1, 1321 
singed, actin bundling in Drosophila, 249 
spe-27, in Caenorhabditis elegans hermaphrodites, 213 
spt, histone mRNA synthesis and, 1543 
SRB2, DNA repeat recombination and, 1533 
transcription-associated, 713 
Mutation accumulation theory, evolution of aging, 849 
Mutation-selection balance hypothesis, 1467 
Mutatorinsertion alleles, coordinate suppression, mo- 
saic analysis, 489 
Myosin, cold-sensitive mutations in Dictyostelium, 801 
Mytilus spp. 
faster evolution of M lineage of mtDNA, 1349 
species-specific segregation of gender-associated 
mtDNA types in hybridizing Mytilus spp., 1359 


Nasonia vitripennis, Wolbachia infection, compatibility 
and, 961 
Natural selection 
apparent stabilizing selection and maintenance of 
neutral genetic variation (letter), 617 
targets of selection in evolving E. coli populations, 15 
Nervous system. See also Central nervous system 
neurogenic mastermind protein localization in Dro- 
sophila, 859 
Neurospora crassa 
am locus, prevalence of gene conversion during re- 
combination, 129 
am:: Tad3—2, epigenetic control, 137 
arg-13 gene, 1163 
circadian clock-affecting mutant, 1175 
het-C heterokaryon incompatibility gene, molecular 
characterization, 1589 
vacuolar ATPase in, 147 
Neurospora tetrasperma, pseudohomothallism and evolu- 
tion of mating-type chromosome, 789 


- 
ea 
; 
* 
a 
é ‘ 
‘ 


Neurotransmitters, serotonin hypersensitivity genes in 
Caenorhabditis elegans, 1219 
Neutrality 
apparent stabilizing selection and maintenance of 
neutral genetic variation (letter), 617 
neutral model of evolution, statistical tests, 557 
Nucleotide variation, Gpdh locus in Drosophila, 375 
Nudel protein, in Drosophila embryogenesis, 1653 


Olfactory behavior, Drosophila melanogaster, P-element 
insertion and, 293 

Open reading frames, mobile mitochondrial intronic 
open reading frames in Podospora, 777 

Orientation dependence, homologous recombination 
in E. coli, 27 


Paramecium tetraurelia, mtF* mutation, mating-type de- 
termination and genomic rearrangements in, 
191 
Pedigree analysis, genomic continuum model, probabil- 
ity distribution of genome survival in next gener- 
ation, 1043 
P element 
gene conversion at Drosophila su(f) locus, 345 
Pelement regulation and variegation in Drosophila 
melanogaster, 1663 
single P-element insertion in Drosophila melanogaster 
effects on bristle number and viability, 277 
effects on olfactory behavior, 293 
Perspectives 
Alexander Hollaender, myth and mensch, 1051 
metabolic basis for dominance and recessivity, 621 
Sewall Wright’s “‘systems of mating,’’ 1499 
sixtieth anniversary of biochemical genetics, | 
Phage \-fd intron model system, group I intron homing, 
exon effects on, 1057 
Phenotypic correlation, 1409 
Pheromone (s) 
Drosophila 
genetics of difference between D. simulans and D. 
sechellia, 1689 
genetics of differences between D. melanogaster and 
D. simulans, 353 
pheromone cell signaling components of Ustilago a 
mating-type loci, 1601 
pheromone response pathway, Saccharomyces cerevi- 
siae, effector interaction with G protein By com- 
plex, 103 
Phylogenetics 
divergence at microsatellite loci, 1021 
nucleotide variation at Drosophila Gpdh locus, 375 
Phytoene synthase, gene, 479 
Plant defense responses, pathogenesis-related (PR) and 
phytoalexin biosynthetic genes in Arabidopsis 
thaliana mutants, 973 
Plasmids, in E. coli populations, 1091 


Plasticity, dominance of insecticide resistance in Culex 
pipiens, 407 
Podospora spp., mobile intronic open reading frames in, 
777 
Polymorphisms. See also RAPD 
Adh locus of Arabidopsis thaliana, 1761 
amino acid, electrophoretic variants in D. melanogaster 
and, 401 
amount in finite population, estimation methods, 
1457 
detecting nonuniformity, 589 
neutral model of evolution, statistical tests, 557 
repeat, dynamics under forward-backward mutation 
model, microsatellite variation, 549 
Population genetics 
adaptive evolutionary change in Escherichia coli, tar- 
gets of selection and specificity of adaptation, 
515 
effective population size, estimation from temporal 
allele frequency shifts (Salmo trutta), 1369 
forward-backward mutation model for microsatellite 
variation, 549 
genetic markers and quantitative genetic variation in 
Medicago truncatula, 1795 
sequence evolution of SINES, master copy model, 
1033 
sexual reproduction and genetic architecture, 203 
Populus spp., rust resistance in, 531 
Position-effect variegation (PEV), suppression by Su(z)5 
mutants in D. melanogaster, 887 
Primosome-assembly system, PriA in, 5 
Protein-DNA interactions, bacteriophage \ attL nucleo- 
protein complex, 1069 


Quantitative genetics 
realized sampling variances of estimates of genetic 
parameters, 1409 
transgenic mice, effect of elevated growth hormone 
levels on phenotypic variation in growth rates, 
1753 
Quantitative trait loci (QTL) 
dominance for, design III, 1437 
epistasis (tomato), 1807 
mapping 
complex binary disease traits, 1417 
confidence intervals, bootstrapping and, 1013 
design III, 1437 
multiple marker linkage analysis, 1831 
progeny from bi-parental cross of inbred lines, gen- 
eralization of mixture model, 571 


RAPD (random amplified polymorphic DNA) assay 
genetic mapping of Anopheles gambiae, 953 
genetic mapping of Tetrahymena thermophila, 811 

in Medicago truncatula, 1795 

rust resistance in Populus spp., 531 


single-strand conformation polymorphism analysis. 
See RAPD-SSCP analysis 
RAPD-SSCP analysis, linkage mapping in Bracon hebetor 
and Aedes aegypti, 1727 
Rap|lp, intelomere and HML silencing in yeast, 81 
Recessivity, metabolic basis (Perspectives), 621 
Recombination 
DNA repeats, yeast SRB2 mutations and, 1533 
double-strand break-mediated, exon homology re- 
quirements in phage )-fd intron model system, 
1057 
F-plasmid genes of E. coli, 1091 
homologous, Escherichia coli, orientation dependence 
in, 27 
intragenic, Adh locus of Arabidopsis thaliana, 1761 
meiotic 
double-strand break-induced, in rad506 yeast, 741 
in maize, RFLP-based characterization, 1771 
mapping DSB at recombination hotspot in Saccha- 
romyces cerevisiae, 1115 
Neurospora crassa am locus, prevalenc of gene con- 
version, 129 
recombination-dependent growth in E. coli recBC 
sbcBC strains, 1101 
in Saccharomyces cerevisiae, mutations in MMR and 
DNA damage repair genes and, 755 
trinucleotide repeat variation and, 1713 
Reinforcement, in Drosophila, 1485 
Reproductive isolation 
Drosophila simulans, X vs. autosomal effects and male 
vs. female effects in, 1243 
genetics of differences in pheromonal hydrocarbons 
between D. melanogaster and D. simulans, 353 
genetics of differences in pheromonal hydrocarbons 
between D. simulans and D. sechellia, 1689 
genetics of hybrid male sterility between two sibling 
species of Drosophila, 1287 
reinforcement, 1485 
Restriction fragment length polymorphism (RFLP) 
characterization of meiotic recombination in maize, 
771 
genetic map of Gibberella fujikuroi mating population 
A, 175 
Retrotransfer, in conjugation, two-step model, 1425 
Retrotransposons 
Ty 1-mediated chromosomal fragmentation, 673 
Ty3 spread in yeast populations, 1567 
Woot in Abdominal mutation, 417 
Ribosomal proteins, Minute locus encoding ribosomal 
protein $13 in Drosophila, 877 
RIP (repeat-induced point mutation) & Rescue, analysis 
of vma-1 in Neurospora crassa, 147 
RNA 
cold-sensitive RNA splicing mutants, Saccharomyces cer- 
evisiae, 67 
stop codon-deficient, gene conversion at Drosophila 
su(f) locus, 345 


tRNA expression/function in yeast, SOL in, 699 

RNA polymerase II, C-terminal domain (CTD) muta- 
tions, Saccharomyces cerevisiae, 661 

RNA polymerase III, defects, suppression of pap1—1 in 
Saccharomyces cerevisiae, 1149 

Rust resistance, Populus spp., 531 


Saccharomyces cerevisiae 
ADH2 expression, MEU] and, 1137 
BSD2-1 mutation, inositol auxotrophy, 685 
cold-sensitive RNA splicing mutants, 67 
fructose-1,6-biphosphatase degradation, genes in- 
volved in, 1555 
functional domains in Prp17p, 45 
glycogen metabolism 
Pho85 and, 57 
REGI1-GLC7 interactions in, 119 
histone mRNA synthesis, spt mutations and, 1543 
mapping of meiosis-specific DSB at recombination 
hotspot in, 1115 
pap1—1 mutation, suppression by RNA polymerase 
III defects, 1149 
pheromone response pathway, effector interaction 
with G protein By complex, 103 
Rap1p/Sir3p interactions in telomere silencing, 81 
recombination, mutations in MMR and DNA damage 
repair genes and, 755 
repeat-associated deletions in, mismatch repair and, 
1579 
suppression of C-terminal domain (CTD) mutations, 
661 
Ty3 spread in, 1567 
Salmonella typhimurium 
lacZ mutations, general adaptive mutability, 645 
thiamine synthesis, alternative pyrimidine biosyn- 
thetic (APB) pathway in, 37 
Salmo trutta, effective population size, estimation from 
temporal allele frequency shifts, 1369 
Selection. See Natural selection 
Selfish operons, in bacteria, 1843 
Serotonin, sensitivity to, in Caenorhabditis elegans, genes 
affecting, 1219 
Sex 
genetic slippage and, 203 
Ty3 spread in yeast populations, 1567 
Sexual isolation. See Reproductive isolation 
Signal transduction 
neurogenic mastermind protein localization in Dro- 
sophila, 859 
pheromone cell signaling components of Ustilago a 
mating-type loci, 1601 
Ras-mediated, Drosophila eye development, 315 
Silencing, Rap1p/Sir3p interactions in yeast, 81 
SINEs (short interspersed repetitive elements), se- 
quence evolution, master copy model, 1033 
Single-strand conformation polymorphism analysis, of 
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random amplified polymorphic DNA markers. 
See RAPD-SSCP analysis 
Skeletal system, in piebald deletion complex mice, 447 
Spermatogenesis, Drosophila, tra-2 isoform function, 303 
Spermatozoa, compound chromosome-bearing, selec- 
tive loss after transfer to Drosophila female, 1629 
Spermiogenesis, in Caenorhabditis elegans hermaphro- 
dites, spe-27 mutations, 213 
Splicing 
cold-sensitive RNA splicing mutants, Saccharomyces cer- 
evisiae, 67 
fidelity of 3’ splice site usage, PRP8 mutation and, 
723 
functional domains in PRP17p, 45 
tra-2 isoform function, 303 
Statistical tests, neutral model of evolution, 557 
Stepwise mutation model, finite allele version, 1021 
Sterility 
cytoplasmic male sterility. See Cytoplasmic male steril- 
ity 
in Drosophila simulans, 1243 
genetics of hybrid male sterility between two sibling 
species of Drosophila, 1287 
Synaptic transmission, serotonin hypersensitivity genes 
in Caenorhabditis elegans, 1219 
Synthetic dosage lethality screen, detection of genetic 
interactions, 95 


Tad element, epigenetic control of Neurospora crassa 
am:: Tad3—2, 137 
Telomere silencing, Rap] p/Sir3p interactions in yeast, 
81 
Telotrisomic, orientation of chromosome map (rice), 
517 
Temperature 
cold-sensitive myosin mutations in Dictyostelium, 801 
cold-sensitive RNA splicing mutants, Saccharomyces cer- 
evisiae, 67 
heat resistance in Drosophila melanogaster, 1615 
Tetrahymena thermophila, genetic mapping via DNA poly- 
morphisms, 811 
Thiamine, synthesis, in Salmonella typhimurium, alterna- 
tive pyrimidine biosynthetic (APB) pathway, 37 
Transcription 
HTAI, spt mutations and, 1543 
microsatellite instability, 713 
Transgenic mice, effect of elevated growth hormone 


levels on phenotypic variation in growth rates, 
1753 
Transmission ratio distortion, 1739 
Transposable elements 
hobo excision and related elements in tephritid spe- 
cies, 1339 
mariner 
germline stability, exogenous DNA and, 1299 
germline transformation of Drosophila virilis, 365 
Transvection, 385 
Tribolium castaneum, Abdominal mutation, Woot in, 417 
Trisomic, secondary, orientation of chromosome map 
(rice), 517 
Triticum monococcum, genetic map, 983 
Ty1 element. See Retrotransposons 


Ultraviolet light. See Environmental stress 

Ustilago spp., pheromone cell signaling components of 
@ mating-type loci, 1601 

Ustilago maydis, DNA repair, REC] in mitotic checkpoint 
control, 165 


Vacuolar ATPase, in Neurospora crassa, 147 

Viability 
Drosophila melanogaster, P-element insertion and, 277 
Drosophila nonA mutants, 259 

Vision, in Drosophila nonA mutants, 259 


Wheat, gene-rich regions of wheat group 5 chromo- 
somes, mapping, 1001 

Wolbachia infection, in Nasonia vitripennis, compatibility 
and, 961 

Wright, Sewall, “‘systems of mating’’ (Perspectives), 1499 

Wright's physiological theory, dominance of insecticide 
resistance and, 407 


X-autosome interaction hypothesis (letter), 603 
X chromosome, reproductive isolation in Drosophila sim- 
ulans, 1243 


Yeast. See also Saccharomyces cerevisiae 
in mismatch repair mutants, transcription-coupled 
DNA repair, 1127 
PRP8 mutation, fidelity of 3’ splice site usage, 723 
rad505, double-strand break-induced meiotic recom- 
bination in, 741 
SRB2 mutations, DNA repeat recombination and, 
1533 
transcription-associated mutations, 713 
tRNA expression/function, SOL in, 699 
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